Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.053; wR factor = 0.063; data-to-parameter ratio = 18.5.
In the crystal structure of the title compound, (C 10 H 15 ClN 2 )- [ZnCl 4 ]ÁH 2 O, the Zn atom is coordinated by four Cl atoms in a tetrahedral geometry. The water molecules and the 1-(4-chlorophenyl)piperazine-1,4-diium cations interact with the [ZnCl 4 ] 2À anions through O-HÁ Á ÁCl, N-HÁ Á ÁCl, N-HÁ Á ÁO and C-HÁ Á ÁCl hydrogen bonds (five simple and one bifurcated). Intermolecular -stacking interactions are present between adjacent aromatic rings of 1-(4-chlorophenyl)piperazine-1,4-diium cations (the centroid-centroid distance is 3.453 Å ). Table 2 Hydrogen-bond geometry (Å , ). 
Related literature
Data collection: COLLECT (Nonius, 2001) .; cell refinement: DENZO/SCALEPACK (Otwinowski & Minor, 1997) ; data reduction: DENZO/SCALEPACK; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: CRYSTALS (Betteridge et al., 2003) ; molecular graphics: DIAMOND (Brandenburg, 1998) ; software used to prepare material for publication: CRYSTALS. (12) -2.3036 (11) Å. Owing to these differences in Zn-Cl bond lengths and Cl-Zn-Cl angles, the coordination geometry of the Zn atom can be described as a slightly distorted tetrahedron (as in Guo et al., 2007) . The nearst Zn···Zn intra-chain separation is 7.204 (1) Å, while the distance between adjacent chains is 6.370 (2) Å. Examination of the organic cation geometry shows that the piperazine-1,4-dium ring adopts a typical chair conformation and its geometric parameters [d av (C-N) = 1.501 (4) and d av (C-C) = 1.508 (4) Å] are in full agreement with those found in phenylpiperazinium tetrachlorozincate (Ben Gharbia et al., 2005) .
Structure Reports Online

Experimental
ZnCl 2 , aqueous 1M HCl solution and 1-(4-chlorophenyl)piperazine in a 1:2:1 molar ratio were mixed and dissolved in sufficient ethanol. Crystals of (I) grew as the ethanol evaporated at 293 K over the course of a few days.
Refinement
The H atoms were all located in a difference map, but those attached to carbon atoms were repositioned geometrically. The H atoms were initially refined with soft restraints on the bond lengths and angles to regularize their geometry (C-H in the range 0.93-0.98, N-H in the range 0.86-0.89 and O-H = 0.82 Å) and U iso (H) (in the range 1.2-1.5 times U eq of the parent atom), after which the positions were refined with riding constraints. The refinement was carried out with 3203 reflections with I>3σ(I). The R factors reported are those calculated for I>2σ(I) (3369 reflections)
sup-2 Figures   Fig. 1 . A view of (I), showing 40% probability displacement ellipsoids and arbitrary spheres for the H atoms. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
